Electronic Supplementary Material (ESI) for CrystEngComm. This journal is © The Royal Society of Chemistry 2015 Table legends   Table S1 . Solvent combinations for solvent diffusion method for crystallisation. Table S2 . Conformational similarities in all observed molecular conformations. The similarity was determined by RMSD calculated using the Molecule Overlay module of Mercury 3.3. RMSD is the root mean square deviation of distance between two molecular structures. The calculation was performed using the modified molecular conformations in which the terminal substituent on the benzyl group in each molecular conformation was converted to a hydrogen atom. RMSD values lower than 1 Å in this table are highlighted. These low values indicated that these pairs exhibited molecular similarity. Table S3 . List of compounds with the same refcode in the search for compounds containing the target fragment in the CSD. The structural similarity was evaluated using the Crystal Packing Similarity module of Mercury 3.3. The number of matched molecules was set as the number of molecules in common between the two crystal structures [19] . The size of the compared molecule cluster in the two structures was 15 molecules. RMSD is the root mean square deviation of distance between two crystal structures. PXRD is the powder pattern similarity. The two parameters for geometric tolerances were 20%. Table S4 . Incidences of polymorphism in the compounds with the target fragment in the CSD.
Polymorph occurrence was altered by the type of covalent bond between Z and X in the target fragment (Fig. 3) . Table S5 . Short contacts in all observed crystal structures. Table S1 . Solvent combinations for solvent diffusion method for crystallisation.
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Benzene a a Slow evaporation at room temperature. Table S3 . List of compounds with the same refcode in the search for compounds containing the target fragment in the CSD. The structural similarity was evaluated using the Crystal Packing Similarity module of Mercury 3.3. The number of matched molecules was set as the number of molecules in common between the two crystal structures [19] . The size of the compared molecule cluster in the two structures was 15 molecules. RMSD is the root mean square deviation of distance between two crystal structures. PXRD is the powder pattern similarity. The two parameters for geometric tolerances were 20%. The comparison between these structures could not be performed because the crystal structures were disordered. The lattice parameters between these structures are equal; thus, the relationship between these structures was considered non-polymorphic. b The comparison between these structures could not be performed. In VUKBAE, hydrogens were not present, while the position of hydrogen was fixed in VUKBAE01. The lattice parameters between these structures are quite similar; thus, the relationship between these structures was considered nonpolymorphic. Table S4 . Incidences of polymorphism in the compounds with the target fragment in the CSD.
Polymorph occurrence was altered by the type of covalent bond between Z and X in the target fragment (Fig. 3) . H phn is a hydrogen atom of the phenyl ring or naphthyl ring and n is the position on the phenyl ring. For example, H ph4 represents the hydrogen in the 4-position of the phenyl ring. C phn is a carbon atom of the phenyl ring and n is the position on the phenyl ring. H CH2 is the hydrogen atoms of the methylene group, N CN is the nitrogen atom of a cyano group, and N py is a nitrogen atom of the pyrazine ring. π ph represents the centre of the phenyl ring. H Me is the hydrogen atoms of the methyl groups in derivative 2. 
